































２　Ａゲノム野生種 O. rufipogon からの抵抗
性遺伝子の探索………………………………90
３　Ｃゲノム野生種 O. officinalis の染色体断
片導入系統からの抵抗性遺伝子探索………92




Ⅴ　総 合 考 察………………………………………98
謝　　　辞 …………………………………………101


































































































































































































































































bromide（CTAB），75 mM Tris-Cl pH8.0，15 mM























































ＰＣＲは20μlの反応液（DNA 10 ng，1 pmol プ
ライマー，0.4 unit Taq polymerase）を用いて行っ
た．増幅反応は，GeneAmp PCR System 9700



































































































































































































































































































































































































































































































































































MS-1 AT36 TATATTAATGAATCTAGACGC ACTAATACTTCCTCCGTTC
MS-2 AT34 CAACGAACAAACCATGCAC CGGTAAGTTCAGACAATAAGG
MS-3 AG22 TCGACATCTTCAGAAGCATGG GGTCTCAAGCAATATTCTAGAGGAC
MS-4 AG25 GAGCGCGCCTTCTCGTGTC ACGCCGCGGTCTTTAGTAATG
MS-5 GTG11 GATGATTGTTCGGATAATTGC TGCGACTTCCTTCACTACCCT
MS-6 CT11+AT13 TGTTCGGGGAGAAAAGAATAGTC AATTTTGGGCGAATGTAGC
MS-7 AT33 CAGGTGTGTATCTCGGTATCCAG AATTGTCACCGTAGCGTTAGC
MS-8 TA27 CCCCTGCTAACAAATTTGACTTCAC AGCACTTGTACAGGCAATGACT
MS-9 AG24 CACAACACGAATTAGCTAGTACC TTGATGCAGTGTACGAGACAAAG
MS-10 AT36 GGCACCATGGAGCACCAAAC GAGCCATCAGTGATGAGACCGTG
MS-11 CT18 CCGCTCCAAACTCTCCTAAAC AGCTCGCTGCCCATTGTTAC
MS-12 AT17 CCTGGTTACTGAAATAACTAACG ACTTGAACTGTTGATTTATGCC
MS-13 AT37 TGGTGTCTAAAGATCGAG ATTATGCATGTATATGTTTG
MS-14 AT29 ATCTATATACATATGCATTTG GGACTAAAGATAGAGCTGACC
MS-15 AG13 TTCCCCGCGGCCAGTTG GAGGCCCAGCATTAAAACGAGC
MS-16 CT20 GCGTTGATCAATGGCGTACTTTC ACAACTCTCAAAACGGCACGTC
MS-17 AT40 TCATACCTTAACAGTACTAGGC ATACTCAATTTCAACAATGGTG
MS-18 AT48 TGTGCATTAGATACCATGTTG ACGGACAAATTTATAGTGAC
MS-19 AT36 GCCAAAAAGAGAACTTTAGAC TGTTGTGTACCCATTAAATTGAC
MS-20 AT28 GAATGAACGTGAACGAGCTAGGG CTCCGACAACACGTCTTTTCTGC
MS-21 AT13 CGGGTCAAATACGTTAGAATG ACAAGGGGGTAGGTAGAG
MS-22 AT19 ATTAATACTCCCTTCATTTCAG AAGACTTTCTAGTATTACCCAC
MS-23 AT24 GTCTTACATTATGAAACGGATG TGGCTTCCAGAACAACAATACTG
MS-24 CT13 CCCTCCTTTAATTTGCACCCTC GGAGAGAGCCTGCAGGGACTGAG
MS-25 CT12 GAGGTCGATGGGCCGAATCTC GAGCTCGCGCGAGAGGAG
MS-26 AG19 AAGACGACGCTACGCTACAGTACAG CTGCTCTGCTTGCTATGGACACC
MS-27 CGG15 GGAGAGCACGAGAAGAGACCCACTC GGGAAGAGAGAAGAGACGAAACAGG
MS-28 CG8 CCAGATCCGCGAAGCTCATC AGGACCACCACCACCTTCGCTACCC
MS-29 AC10 ACCAGGGAGAGAAGGAAAGCGACTC TCTTGGTGAAATTTGCGTTCTGC
MS-30 CT9+CTT8 TCCGTATTAGAGTAGACTAGCTG CTTTAAGTAGCTGTTTGTCATGAAC
MS-31 CG8 GCTAAATCTCCTCAAACAACAACGC ATTTCCCACACCTCCCAGTACGC
MS-32 CT12 CCCACAGCTCCCTCCCTCTATC GCTGCTCATCATCTCCGTTCTGC
MS-33 CT14 CTCGAAATCGTATGACTAGGC AGTTACGTGAATACTGATGATATGC
MS-34 AG11 GGGACCTTTACCATTGCTCG CGCCTCTCCCCAGTCTATTGTAG
MS-35 AG+CG4 CAGTGAGCTGCAAGGAAGTAGATAC GCCGATCCTGACACGACCAAC
MS-36 CT12 TAATTTGCCTCCCCGGGTTC GAGGGAGGAGGGCTCGACTC
MS-37 CT8 CGATGATGTGGAGGAGACGTG AGAAAAGCAGCACACTGAATCCTAC
MS-38 AG14 TACAGTTGAGATCGGGATCTAAC TTGCTATATTTTCGGACGGAG
MS-39 AC8 TAACCGATGTCAGCAGCAGCTAGCG ATGTGACGGTTGGCTCCATTATAGG
MS-40 CT13 TCGTATCTCGCCGTCGTCTC GGCGCGGCGGAGTCAT
MS-41 TA9+AC7 GTACATGAAATATAATATCCCACAC GACGTCGGGGGTGCTTTGACTGACC
MS-42 AG8 GAGGGGGTATTGAATAGTCTTACTC CCTATGCAAGCGTAATCTATAATTC
MS-43 TCG8 CGGAGGTGGCACGTCTGTCGGGAAG GGCGGTAGCGGCAACACGAG
MS-44 GT5+TG5 TTTTATTGGAGTTGGCGAAGTTCAC CCTTTAGAAAGTTGCCCCTAAC
MS-45 CT7+TA7+ACAGAGGCTTGCTTGCTTTCGTTTAC ACCTTCATACTATTGCGTTGACTTG
MS-46 AT17+GC7 ACTTCCTCCACTTTCTAGCATATTG TGCTAGAGAAGTTATAAACAACAAG
MS-47 CA13 AGTATTTTCGTAGTACAACCACAAC TTTTCAGTGAAATGAGTGATGC
MS-48 CCA6+CG6 CGAGGGCTGCAGCTATTACG ACACGAGAATTGAATGCACGAC
MS-49 TG10 CCCGGGTTCGTTGGCTTCTTCGCTC ATTCCAGCAATCACCTGTCTTCGTG
MS-50 CT8+TC6 ATCCATTCGTGCATATAACCTAACC GTGCTCTGATGAACCGATGGG
MS-51 GA20 ATAACAACTCTCAAAACGGCACGTC CTGCGTTGATCAATGGCGTACTTTC
MS-52 AG14 CGAAATAGATATGCAAACTCGAATC AACTCGAAATCGTATGACTAGGC


























































































































































































































































wx (Ideta et al. 1993), C (Kishimoto et al. 1992) and Se1
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第19図　縞葉枯病抵抗性ＱＴＬを導入した３つの準同質
遺伝子系統のグラフィカルジェノタイプ








































































































































































































































































































































































































































































































































Ａゲノム野生種の Oryza rufipogon およびＣゲノム






















して O. rufipogon（IRGC Acc. 104814）を，感受性
品種として「コシヒカリ」を供試した．ＱＴＬ解析














































































































































































































































































































































































































































































































































































なった．「コシヒカリ」と O. officinalis における生
存率に最も開きが生じたのは実験開始から５日後
で，「コシヒカリ」における生存率が89％であった




























本研究における O. officinalis の５日後のヒメトビウ
ンカ生存率は16.7％であり，IR50よりも強い抵抗性































































本章では，Ａゲノム野生種の O. rufipogon およ



























































































































































































ム野生種 Oryza rufipogon およびＣゲノム野生種
O. officinalis の縞葉枯病抵抗性について解析を試み
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Rice stripe disease is one of the most important viral diseases affecting the rice (Oryza sativa L.) produc-
tion in the temperate regions of East Asia, especially in China, Korea and Japan.  The small brown planthop-
per, Laodelphax striatellus Fallen, transmits the rice stripe virus (RSV), a causal agent of the disease.  This
disease spreaded in the 1960s in Japan, and an estimated over 600,000 hectares of paddy field was damaged.
Screening of RSV-resistant rice varieties was initiated in the early 1960's, and some Indica type rice varieties
and Japanese upland rice varieties showed high resistance.  An incompletely dominant gene, Stvb-i, controls
RSV resistance in Indica type varieties.  Resistance in Japanese upland rice varieties was controlled by two
complementary genes, Stva and Stvb.
Breeding program of RSV-resistant rice was started using Stvb-i gene in Pakistan variety, Modan.  Many
resistant varieties have been cultivated widely in Japan and these resistant varieties have shown a stable
resistance against RSV during the last 40 years.  Consequently, almost all the resistant paddy rice varieties
cultivated in Japan were expected to harbor this gene.  Varieties with a single resistance gene may lose their
resistance once the strain of virus changes virulence.  For that reason, the other resistant genes should be
introduced to the breeding programs of RSV-resistant rice.  Some resistant paddy lines were introduced the
resistance genes, Stva and Stvb, from Japanese upland rice varieties.  However, these lines were also intro-
duced inferior characteristics of grains and eating qualities from the donor parents.  
In this study, the QTL analysis for rice stripe resistance in the Japanese upland rice Kanto72 (URK72) was
performed.  Detected QTLs were evaluated and characterized their resistance to RSV using near-isogenic
lines (NILs).  DNA marker-assisted selection system for rice stripe resistance was examined.  Furthermore,
novel resistant genes of wild species Oryza rufipogon and O. officinalis were studied.
1. QTL analysis for rice stripe resistance in the Japanese upland rice, Kanto72
To identify the chromosomal segments introduced from upland rice Kanto72 (URK72) into resistant proge-
ny lines, RFLP and SSR marker analysis was performed.  Two resistant lines, Chugoku40 and Chugoku41,
were investigated their graphical genotypes using 328 RFLP markers and 221 SSR markers distributed on 12
rice chromosomes.  In these two resistant lines, chromosomal segments of URK72 were introgressed into
chromosomes 2, 6 and 11.  RSV resistance genes were thought to be located on these chromosomal regions.  
A total of 120 F3 lines derived from a cross between a susceptible variety, Nipponbare, and URK72 was
used for QTL analysis for RSV resistance.  As a result, two QTLs were detected on the chromosomes 2 and
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11.  The QTL on chromosome 11 showed large effect for RSV and the LOD peak was detected near a RFLP
marker G257.  On the other hand, the QTL on chromosome 2 showed small effect for RSV resistance and the
LOD peak was detected near a RFLP marker C601.  Although the Stva gene was reported to be located on
chromosome 6, no QTL for RSV resistance was detected on this chromosome.
In order to verify the two QTLs, we selected two informative plants NR8 (heterozygous at the QTL on
chromosome 11) and NR23 (heterozygous at the QTL on chromosome 2) from F2 plants and I used the self-
pollinated progenies of NR23 (99 plants) and NR8 (96 plants) for further QTL analyses.  In these secondary
analyses, one QTL was mapped near the RFLP marker G257 on chromosome 11 and the other QTL was
mapped near SSR marker MS-11 on chromosome 2.  Since the Stvb gene is allelic with the other RSV resis-
tance gene Stvb-i, which is closely linked to G257, the QTL detected on chromosome 11 was thought to corre-
spond to the Stvb gene.  However, the relationship between the QTL on chromosome 2 and the resistance
gene Stva was unknown.
2. Characterization of two QTLs controlling resistance to RSV detected in the Japanese upland rice, Kanto
72.
The effects of two QTLs were evaluated using near-isogenic lines (NILs).  The target QTL regions were
introduced from the donor parent Chugoku 40 in the genetic background of Koshihikari.  Two NILs possess-
ing a single QTL (QTL-NILs) on chromosomes 2 and 11, respectively, were selected from BC4F2 population of
the cross between Koshihikari and Chugoku 40 with marker-assisted selection (MAS).  Another line, which
was a combined QTL-NIL, was developed from the cross between the two QTL-NILs to analyze the interac-
tion of the two QTLs.
Investigation of RSV resistance using three NILs revealed that the effects of the two QTLs were clearly
differed in the reaction to RSV.  The QTL on chromosome 11 had a major effect on reducing the infection
rate of RSV.  The QTL on chromosome 2 did not affect the infection rate, but made symptoms of diseased
plants milder.  The combined QTL-NIL showed high resistance to RSV, the infection rate and the symptom
types of diseased plants were equivalent to those of URK 72 or Chugoku 40.  From these results, RSV resis-
tance identified in URK 72 was thought to be consisted of complementary effect of the two QTLs located on
chromosomes 2 and 11.
It was reported that the resistance genes, Stva and Stvb, were complementary dominant genes and each
gene has no effect against RSV independently.  Although the complementary effect of the two QTLs was cor-
responding to the Stva and Stvb genes, each QTL provided the effects on the suppression of RSV infection
and on the suppression of the symptom after infection of RSV.  Major agricultural traits of the three QTL-
NILs were the same to those of Koshihikari, therefore, these QTL-NILs were thought to be useful in rice
breeding for RSV resistance as the gene sources.
3. Screening and QTL analysis of the RSV resistance using wild rice species, Oryza rufipogon and O. offic-
inalis.
In order to identify novel RSV resistant genes, resistance of wild species was investigated.  Firstly, wild
species O. rufipogon (A genome) was studied.  The QTL analysis was performed using 172 BC2F2 lines
derived from the crossing between Koshihikari and O. rufipogon (IRGC Acc.104814).  A linkage map of 12
chromosomes covering a genetic distance of 1560 cM was constructed using 145 SSR markers.  As a result,
two QTLs were detected on chromosomes 10 and 11.  On chromosome 10, the QTL (LOD=2.6) was found
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near SSR marker RM333 and this QTL explained about 7.7% of the total phenotypic variation.  This QTL
was thought to be detected new RSV resistance gene, but it showed small effect against RSV.  The QTL on
chromosome 11 (LOD=6.1) was detected near SSR marker RM229 and explained about 16.1% of the variation.  
Secondly, wild species O. officinalis (C genome) was studied.  Two resistant lines, WL158R and WL162,
were selected from 139 BC1F3 lines introgressed chromosomal segment from O. officinalis into cultivated rice.
Using 96 F2 plants/F3 lines derived from the crossing between Koshihikari (susceptible) and the two resistant
lines, QTL analyzes were performed using SSR markers.  As results, one major QTL was detected on the
long arm of the chromosome 11 in both populations of WL158R and WL162. 
In this study, the QTLs for RSV resistance were detected on the long arm of chromosome 11 using wild
species O. rufipogon and O. officinalis.  The detected QTL region of the chromosome 11 was known to be
located on the resistant genes Stvb-i and Stvb.  The relationships between the QTLs on the chromosome 11
and the two resistant genes were still unknown.  Therefore, the relationships should clear through the
allelism tests.
